Introduction
Acinetobacter baumannii is an important bacterium which emerged as a significant nosocomial pathogen worldwide [1] . It caused bloodstream infection, pneumonia, endocarditis and so on [2] . The rise of A. baumannii was due to its multi-drug resistance, while it was difficult to treat multi-drug resistant A. baumannii with antibiotics [3, 4] . It caused by A. baumannii had a strong potential to develop antimicrobial resistance, which largely related to mobile genetic elements [5] .
Carbapenme resistance in A. baumannii was mediated most by oxacillinases (OXAs) and less by metallo-β-lactamases (MBLs) [6] . Carbapenem resistance in A. baumannii was increasing worldwide, and was considered as a marker of emerging antibiotic resistance [7] . CRAB infection was also a growing problem in the pediatric population. The children were susceptible to infections while the therapeutic options with antibiotics were quite limited. However, the research focusing treatment options on CRAB infections in children was limited. The physicians were forced to use the data extrapolated from the adult literature [8] .
For CRAB, sequence types (STs) belonging to the clonal complex 92 (CC92) and the pan-European clonal lineage II (EUII) were predominant in the United States. Of them, A. baumannii ST208 was one of the two most common STs of carbapenem-non-susceptible isolates [9] . Recently, ST 208 had been identified as predominant ST of Carbapenem Resistant A. baumannii (CRAB) in China [10, 11] . These high prevalence of ST208 carrying bla OXA-23 indicated that ST 208 was an emerging lineage mediating the spread of carbapenem resistance via bla OXA-23 [10] .
The mobility of the resistance genes was mainly mediated by insertions sequences and transposons. The complete genome would be very useful to study the horizontal transferred resistance genes. Most of A. baumannii strains that harbored complete genome were isolated from adult patients. A. baumannii strain XH386 reported in the paper was isolated from a pediatric patient. This would be helpful to understand whether there was difference between A. baumannii strains isolated from adult patient and pediatric patient. As we knew, there was no complete genome sequence of ST208, although several whole genome shotgun sequences had been reported [12] . Here, we present the complete genome sequence of A. baumannii XH386 (ST208), which was isolated from a pediatric hospital in China, together with a summary classification and a set of features.
Organism information

Classification and features
A. baumannii XH386 is a non-fermentative, strictly aerobic, nonmotile, non-pigmented, catalase-positive and oxidase-negative Gramnegative coccobacilli (Fig. 1) . The strain grew on simple microbiological media optimally at~37°C, forming smooth colonies of~2 mm diameter. To evaluate the phylogenomic relationships between A. baumannii XH386 and other strain in this genus, Phylogenetic tree was generated with MEGA 6.0 using neighbor-joining method with 500 bootstraps and standard settings. 16S rRNA gene sequences of Acinetobacter spp. were derived from NCBI GenBank. The phylogenetic neighborhood of A. baumannii XH386 in a 16S rDNA gene sequence based tree was showed in Fig. 2 .
To evaluate the phylogenomic relationships between A. baumannii XH386 and other strains in this species A. baumannii, comparisons between all the strains were calculated as percentages of similarity using Gegennes (version 2.2.1). Then, the percentage of similarity was used 
Genome sequencing information
Genome project history
The genome was selected based on the isolation site of the strain XH386. A. baumannii XH386 was a multi-drug resistant bacteria isolated from a female patient, 10Y3M, with acute bronchopneumonia in a pediatric hospital in Hangzhu, China on May 29, 2014. The genome sequence was completed on 25 Jan., 2015. Annotation was performed by the NCBI Prokaryotic Genome Automatic Annotation Pipeline (PGAAP).
Growth conditions and genomic DNA preparation
A. baumannii XH386 was cultured to mid logarithmic phase in 50 ml of LB medium at 37°C. DNA for sequencing was extracted via a QIAamp DNA minikit (Qiagen Valencia, CA) followed the protocol of the manufacturer. The quality of DNA was determined by gel electrophoresis and NanoDrop 2000 spectrophotometer (Nano-drop Technologies, Wilmington, DE).
Genome sequencing and assembly
The genome of A. baumannii XH386 was sequenced at Meiji Biotechnology Company (Shanghai, China) using a hybrid of the Illumina and Pacific Biosciences (PacBio) technologies. An Illumina standard shotgun library was constructed, and then was sequenced using the Illumina HiSeq 2000 platform. 3,798,266 reads totaling 953 Mb were generated 
Genome annotation
Annotation of A. baumannii XH386 was finished using the NCBI PGAAP annotation pipeline and manually checked. The pipeline uses
Genemark to predict open reading frames (ORF) and searches against Proteins Clusters. Protein coding genes were searched against the NCBI RefSeq database using BLASTp. COG functional categories assignment of the ORFs were archived by BLAST against the COG database. InterPro searches were also done to identify conserved domains in each ORF.
Genome properties
The genome of A. baumannii XH386 is 4,199,500 nucleotides 39.1% GC content and contain one 4,087,343 bp circular chromosome and one 112,157 bp circular plasmid (Fig. 3) . Among of the 4062 genes, predicted 3968 were protein-coding genes, and 94 RNAs; 26 pseudogenes were also identified. The genome summary and distribution of genes into COG functional categories are listed in Tables 2 and 3 . Comparisons between the strains were calculated as percentages of similarity using Gegennes. Then, the percentage of similarity was used to generate a phylogenomic tree with SplitsTree and MEGA. The centre of the figure showed the MLST of these A. baumannii strains. The left of the figures showed the abundance of the resistance genes among these A. baumannii strains. The resistance genes were detected by ResFinder (https://cge.cbs.dtu.dk/services/ResFinder/), and the heat map of the resistance genes was plotted by the R package "ggplot2". (B) The abundance of the resistance genes among plasmids of these A. baumannii strains. The resistance genes were detected by ResFinder (https://cge.cbs.dtu.dk/services/ResFinder/), and the heat map of the resistance genes was plotted by the R package "ggplot2".
The abundance of the resistance genes among A. baumannii strains XH386 and other strains in this species were detected by ResFinder (https://cge.cbs.dtu.dk/services/ResFinder/). The phylogenetic tree, MLST and resistance genes of A. baumannii strains was combined showed in Fig. 4A . The distribution of antibiotic resistance genes in A. baumannii XH386 was also shown in Table 4 . Fig. 4B showed the distribution of resistance genes in the plasmids harbored by the A. baumannii strains. The difference of the distribution of antibiotic resistance genes between chromosome and plasmid demonstrate that the antibiotic resistance genes more often appeared in chromosome. A. baumannii XH386 was showed resistance to all antibiotics tested except tigcycline, namely tobramycin, gentamicin, levofloxacin, ciprofloxacin, cefoperazone-sulbactam, amoxicillin-clavulanic acid, piperacillintazobactam, ampicillin, ceftriaxone, cefepime, cefoxitin, imipenem, aztreonam, cefazolin, nitrofurantoin, sulfamethoxazole-trimethoprim (Table 5 ).
Insights from the genome sequence
The detection of bla OXA-23 explained the resistance to carbapenem. The existence of aac(6)lb-cr, aacA4, aadA1, aph(3)-lc and armA showed good correlation to the resistance of tobramycin and gentamicin. A. baumannii XH386 demonstrated more resistance genes than sensitive strains, but not the other resistance ST strains, that indicated the emergence of ST208 had affected by other factors, e.g. show high fitness in clinical environment, more virulence.
Conclusions
A. baumannii ST208 was identified predominant ST of Carbapenem Resistant A. baumannii in the United States and China. Although several whole genome shotgun sequences of A. baumannii ST208 had been reported, there was not complete genome sequence of ST208 so far. In current study, a complete genome of A. baumannii ST208 was reported. And the genomic analysis showed that multiple antibiotic resistance genes were detected in the genome, including resistance to aminoglycoside, beta-lactam, fluorequinolone, macrolide, sulphonamide and tetracycline. The genome sequence of A. baumannii XH386 would provide deeper insight into the molecular resistance mechanisms and it might facilitate the development of clinical research to control the antibiotic resistance in A. baumannii. 
